Application No.: 09/326285 
Docket No.: BB1137USNA 



Page 2 



AMENDMENTS TO THE CLAIMS : 

This listing of claims will replace all prior versions, and listings, of claims in the 
application: 

Listing of Claims : 

Claims 1-171 (cancelled) 

Claim 172 (currently amended) A method of feeding an animal comprising 
feeding the animal a corn grain obtained from a transgenic corn plant comprising in 
its genome a chimeric gene selected from the group consisting of: 

(i) a chimeric gene comprising an isolated nucleic acid fragment encoding a 
corn delta-9 stearoyi ACP desaturase consisting essentially of the amino acid 
sequence set forth in wh e r e in sa i d d e saturas e has an am i no ac i d s e qu e nc e id e nt i ty 
of at le ast 90% basod on tho C l usta l method of a li gnm e nt wh e n compared to a 
s e cond po l yp e pt i d e s ele ct e d from SEQ ID NO:9. wherein all or a part of the isolated 
nucleic acid fragment is useful in co-suppressing an endogenous gene encoding a 
corn delta-9 stearoyi ACP desaturase . or a subs e qu e nc e of SEQ I D NO:9 hav i ng at 
le ast 500 nucl e otid e s wh e r ei n said subs e qu e nc e i s us e d to cosuppr e ss an 
endogenous g e n e e ncod i ng a corn do l ta 9 stearoyi ACP d e saturas e , or the 
complement of all or a part of the isolated nucleic acid fragmen t e ith e r th e fragm e nt 
or subs e qu e nc e, operably linked to at least one regulatory sequence; 

(ii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of the amino 
acid sequence set forth in wh e r ei n said d e saturas e has an am i no acid s e gu e nc e 
ident i ty of at l e ast 90% basod on tho Clusta l method of a l ignment when compar e d to 
a s e cond polyp e ptid e s ele ct e d from SEQ ID NO:9, wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-9 stearoyi ACP desaturase . or a subsoguonco of SEQ ID NO:9 
hav i ng at l e ast 500 nuc le otid e s wh e r e in sa i d subs e qu e nc e is us e d to cosuppr e ss an 
e ndogenous gene encod i ng a corn d el ta - 9 st e aroy i ACP d e saturas e, or the 
complement of all or a part of the isolated nucleic acid sequence e ith e r th e fragm e nt 
or subs e qu e nc e , and (b) an isolated nucleic acid fragment comprising a corn oleosin 
promoter consisting essentially of the nucleotide sequence set forth in any of SEQ ID 
NOS: 38-40 and 42-49, wherein the isolated nucleic acid fragments of (a) and (b) are 
operably linked : 
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(iii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of the amino 
acid sequence set forth in wh e r ei n said d e saturaso has an am i no ac i d s e quonoo 
i d e nt i ty of at l e ast 00% bas e d on th e C l usta l m e thod of a li gnm e nt wh e n compared to 
a s e cond polyp e ptid e s ele ct e d from SEQ ID NO:9, wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-9 stearoyi ACP desaturase . or a subs e qu e nc e of SEQ I D NO:9 
having at le ast 500 nuc le otid e s wh e r ei n sa i d subs e qu e nc e i s used to cosuppross an 
e ndog e nous g e n e e ncoding a corn d el ta - 9 st e aroyi ACP d e saturas e, or the 
complement of all or a part of the isolated nucleic acid fragment ei th e r th e fragm e nt 
or subsoquonco, and (b) a shrunken 1 intron/exon, wherein the isolated nucleic acid 
fragments of (a) and (b) are operably linked to at least one regulatory sequence; or 

(iv) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of the amino 
acid seguence set forth in wh e r e in sa i d d e saturas e has an am i no ac i d s e qu e nc e 
i d e ntity of at l e ast 90% bas e d on th e Clusta l m e thod of a li gnm e nt wh e n compar e d to 
a s e cond po l yp e pt i de solocted from SEQ I D NO:9, or a subsoquonco of SEQ ID 
NO:9, wherein all or a part of the isolated nucleic acid fragment is useful in co- 
suppressing an endogenous gene encoding a corn delta-9 stearoyi ACP desaturase , 
hav i ng at l east 500 nuc l oot i dos whoro i n said subs e qu e nc e i s us e d to cosuppr e ss an 
e ndog e nous g e n e e ncod i ng a corn d el ta - 9 st e aroy i ACP d e saturas e, or the 
complement of all or a part of the isolated nucleic acid fragment o i thor tho fragment 
or subs e qu e nc e, (b) an isolated nucleic acid fragment comprising a corn oleosin 
promoter consisting essentially of the amino acid sequence set forth in any of SEQ ID 
NOS: 38-40 and 42-49, and (c) a shrunken 1 i ntron/ e xon; intron/exon, wherein (a), 
(b) and (c) are operably linked: 

and further wherein expression of the chimeric gene results in an altered corn 
stearic acid phenotype. 

Claims 173 (currently amended) A method feeding an animal comprising 
feeding the animal a corn grain obtained from a transgenic corn plant comprising in 
its genome a chimeric gene selected from the group consisting of: 

(i) a chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase , or a subs e qu e nc e of SEQ I D NO:1 having at 
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l oast 500 nucleot i d e s wh e r e in sa i d subs e qu e nc e is us e d to cosuppr e ss an 
e ndog e nous g e ne e ncod i ng a corn d el ta - 12 d e saturaso, or the complement of all or 
part of eitheF the fragment or subs e quenc e, operably linked to at least one regulatory 
sequence; 

(ii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase or a subsoquonco of SEQ ID NO:1 hav i ng at 
l oast 500 nuc l eot i d e s wh e r ei n sa i d subs e qu e nce i s us e d to cosuppr e ss an 
endog e nous g e n e encoding a corn d e lta 12 desaturas e, or the complement of all or a 
part of either the fragment or subs e qu e nc e and (b) an isolated nucleic acid fragment 
comprising a corn oleosin promoter consisting essentially of the nucleotide sequence 
set forth in any of SEQ ID NOS: 38-40 and 42-49 wherein the isolated nucleic acid 
fragments of (a) and (b) are operably linked : 

(iii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase or a subs e gu e nc e of SEQ I D NO:1 having at 
le ast 500 nucl e otides where i n sa i d subsequ e nc e i s us e d to cosuppr e ss an 
e ndog e nous gon e e ncoding a corn d e lta 12 d e saturase , or the complement of all or a 
part of eithef the fragment or subs e qu e nc e, and (b) a shrunken 1 intron/exon, 
wherein the isolated nucleic acid fragments of (a) and (b) are operably linked to at 
least one regulatory sequence; or 

(iv) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase or a, subseguenc e of SEQ I D NO:1 hav i ng at 
l e ast 500 nuc le ot i des wherein sa i d subseguenc e i s us e d to cosuppr e ss a n 
e ndog e nous g e n e e ncoding a corn d el ta - 12 d e satura se , or the complement of all or a 
part of either the fragment or subs e qu e nc e, (b) an isolated nucleic acid fragment 
comprising a corn oleosin promoter consisting essentially of the nucleotide sequence 
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set forth in any of SEQ ID NOS: 38-40 and 42-49, and (c) a shrunken 1 i ntron/oxon; 
intron/exon. wherein (a), (b) and (c) are operablv linked: 

and further wherein expression of the chimeric gene results in an altered corn 
oleic acid phenotype. 

Claim 174 (currently amended) A method of feeding an animal comprising 
feeding the animal a corn grain obtained from a transgenic corn plant comprising in 
its genome a chimeric gene selected from the group consisting of: 

(i) a first chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of the amino 
acid sequence set forth in wher ei n sa i d d e saturas e has an amino acid s e qu e nc e 
i dent i ty of at l oast 90% basod on tho C i uotal method of a li gnm o nt whon compared to 
a socond polyp e ptide se le ct e d from SEQ I D NO:9, or a subsoquonce of SEQ ID 
NO:9 wherein all or a part of the first isolated nucleic acid is useful in co-suppressing 
an endogenous gene encoding a corn delta-9 stearovl ACP desaturase hav i ng at 
l oast 500 nuc le ot i d e s wh e roin sa i d subs e qu e nc e is used to cosuppross an 
e ndog e nous gono encoding a corn d el ta 9 st e aroyi ACP d e saturas e, or the 
complement of all or a part of oithor the first fragment or subsoquonco , and linked to 
a second chimeric gene comprising aR a second isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said second fragment has a nucleic 
acid sequence identity of at least 90% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of 
the isolated second nucleic acid fragment is useful in co-suppressing an endogenous 
gene encoding a corn delta-12 desaturase or a subsoguonco of SEQ ID NO:1 having 
at l oast 500 nuc le ot i d e s wher ei n said subs e qu e nc e i s used to cosuppross an 
ondog e nouG gono encoding a corn d el ta - 12 d e saturas e, or the complement of all or a 
part of eithet^the second fragment or subsoquonco , operably linked to at least one 
regulatory sequence; 

(ii) a chimeric gene comprising (a) a first isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of the amino 
acid seguence set forth in whore i n sa i d d e saturase has an am i no ac i d sequenc e 
i dent i ty of at l oast 90% basod on tho C l ustal m e thod of a l ignmont whon compar e d to 
a socond polypeptide s o lootod from SEQ I D NO:9, or a subsoquonco of SEQ ID 
NO:9 wherein all or a part of the isolated first nucleic acid fragment is useful in co- 
suppressing an endogenous gene encoding a corn delta-9 stearovl ACP desaturase 
hav i ng at l oast 600 nuc le otidos wh e re i n sa i d subsequ e nc e i s us e d to cosuppr e ss a n 
e ndog e nous g e n e oncod i ng a corn do l ta - 9 st e aroy i ACP d e saturas e, or the 
complement of all or a part of ei th e r the first fragment or subsoquonc e, (b) a second 
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isolated nucleic acid fragment encoding a corn delta-12 desaturase wherein said 
second fragment has a nucleic acid sequence identity of at least 90% based on the 
Clustal method of alignment when compared to a nucleic acid as set forth in SEQ ID 
NO:1 , wherein all or a part of the isolated second nucleic acid fragment is useful in 
co-suppressinq an endogenous gene encoding a corn delta-12 desaturase of^ 
GubGoquonoo of SEQ I D NO:1 hav i ng at l oast 500 nucleot i des whoroin said 
subs e qu e nc e i s usod to cosuppr e ss an e ndogenous gono oncod i ng a corn d el ta - 12 
desaturas e, or the complement of all or a part of e ith e r the second fragment er 
subGoquonco , and (c) a third isolated nucleic acid fragment comprising a corn 
oleosin promoter consisting essentially of the nucleotide sequence set forth in any of 
SEQ ID NOS: 38-40 and 42-49 wherein the isolated nucleic acid fragments of (a), (b) 
and (c) are operablv linked : 

(iii) a chimeric gene comprising (a) a first isolated nucleic acid 
fragment encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of 
the amino acid seguence set forth in wh e r e in said d e saturas e has an amino acid 
soquonce i d e ntity of at loast 90% basod on the CluGta l method of al i gnm e nt whon 
compar e d to a second po l ypeptid e s e lect e d from SEQ ID NO:9, or a subs e quence of 
SEQ ID NO:9 wherein all or a part of the isolated first nucleic acid fragment is useful 
in co-suppressing an endogenous gene encoding a corn delta-9 stearovl ACP 
desaturase hav i ng at l oast 500 nucleotid e s whor ei n sa i d subs e qu e nc e i s us e d to 
cosuppr e ss an e ndogenous gone encoding a corn de l ta 9 st e aroy i ACP d e saturas e, 
or the complement of all or a part of ei th e r the first fragment or subsequence , (b) a 
second isolated nucleic acid fragment encoding a corn delta-12 desaturase wherein 
said second fragment has a nucleic acid sequence identity of at least 90% based on 
the Clustal method of alignment when compared to a nucleic acid as set forth in SEQ 
ID NO:1 ■ wherein all or a part of the isolated second nucleic acid fragment is useful in 
co-suppressing an endogenous gene encoding a corn delta-12 desaturase oi^a 
subsequence of SEQ ID NO:1 hav i ng at l e ast 500 nucl e otidos whoroin said 
subs e quenc e i s us e d to cosuppress an endog e nous g o no encoding a corn d el ta - 12 
d e saturas e, or the complement of all or a part of e ith e r t he second fragment ef 
Gubsoquonco , and (c) a shrunken 1 intron/exon, operably linked to at least one 
regulatory sequence wherein (a), (b) and (c) are operablv linked : or 

(iv) a chimeric gene comprising (a) a first isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of the amino 
acid seguence set forth in whor ei n sa i d d e saturase has an amino ac i d s e qu e nc e 
ident i ty of at loast 90% basod on the Clusta l method of a li gnment when compar e d to 
a second polypeptide so l octod from SEQ ID NO:9, or the complement thereof, (b) a 
second isolated nucleic acid fragment encoding a corn delta-12 desaturase wherein 
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said second fragment has a nucleic acid sequence identity of at least 90% based on 
the Clustal nnethod of alignment when compared to a nucleic acid as set forth in SEQ 
ID NO:1 , or the complement thereof, (c) a third isolated nucleic acid fragment 
comprising a corn oleosin promoter consisting essentially of the nucleotide sequence 
set forth in any of SEQ ID NOS: 38-40 and 42-49, and (d) a shrunken 1 intron/exon 
wherein (a), (b). (c) and (d) are ooerablv linked : 

and further wherein expression of the chimeric gene results in an altered corn 
oil phenotype. 

Claim 175 (cancelled) 

Claim 176 (currently amended) A method feeding an animal comprising 
feeding the animal a corn grain obtained from a transgenic corn plant comprising in 
its genome a chimeric gene selected from the group consisting of : 

(i) a first chimeric gene selected from the group consisting of: 

(a) a chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase consisting essentially of the amino 
acid sequence set forth in whoro i n sa i d desaturaso has an am i no ac i d s e qu e nc e 
id e nt i ty of at le ast 90% bas e d on th e C l usta l m e thod of al i gnment whon compar e d to 
a socond polypopt i do so l octod from SEQ ID NO:9, wherein the isolated nucleic acid 
fragment is useful in co-suppressing an endogenous gene encoding a corn delta-9 
stearoyl ACP desaturase or a subsogu e nco of SEQ I D NO:9 having at loast 500 
nuc l eot i dos whoroin sa i d subsequ e nce is us e d to cosuppr e ss an e ndog e nous g e n e 
encod i ng a corn d e lta 9 st e aroy l ACP desaturas e, or the complement of all or part of 
e i th e r the fragment or subsequ e nc e, operably linked to at least one regulatory 
sequence ; 

(b) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase consisting essentially of the 
nucleotide seguence set forth in wh e r e in sa i d d e saturas e has an am i no ac i d 
s o quonce id e ntity of at loast 90% basod on tho C l usta l method of a li gnment wh e n 
compared to a s e cond po l ypept i d e select e d from SEQ ID NO:9, or a subsoquonco o f 
SEQ ID NO:9 wherein all or a part of the isolated nucleic acid fragment is useful in 
co-suppressing an endogenous gene encoding a corn delta-9 stearoyl ACP 
desaturase hav i ng at least 500 nuc le ot i d e s wh e r e in sa i d subsoquonco is us e d to 
cosuppr e ss an e ndog e nous gone encod i ng a corn de l ta - 9 st e aroy l ACP desaturas e, 
or the complement of all or a part of e i ther the fragment or cubsoquonco , and (2) an 
isolated nucleic acid fragment comprising a corn oleosin promoter consisting 
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essentially of the nucleotide sequence set forth in any of SEQ ID NOS: 38-40 and 42- 
49 wherein the isolated nucleic acid fragments of (1) and (2) are operablv linked : 

(c) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentially of the amino 
acid sequence set forth in whor ei n sa i d d e saturaso has an amino ac i d s e qu e nc e 
i d e nt i ty of at le ast 90% bas e d on th e C l ustal m e thod of a li gnm e nt when compared to 
a second po l ypept i d e s e l e ct e d from SEQ I D NO:9, or a subs e qu e nc e of SEQ ID 
NO:9 wherein all or part of the isolated nucleic acid fragment is useful in co- 
suppressing an endogenous gene encoding a corn delta-9 stearovl ACP desaturase 
hav i ng at l oast 500 nucl e ot i des wh e r ei n sa i d subs e qu e nc e i s us e d to cosuppr e ss an 
e ndog e nous g e n e e ncod i ng a corn de l ta 9 st e aroy i ACP d e saturas e , or the 
complement of all or part of ei th e r the fragment or subs e qu e nc e, and (b) {2} a 
shrunken 1 intron/exon, operably linked to at least one regulatory seguence , wherein 
the isolated nucleic acid fragments of (1) and (2) are operablv linked : or 

(d) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyi ACP desaturase consisting essentiallv of the amino 
acid sequence set forth in wh e r ei n sa i d desaturaso has an am i no ac i d s e qu e nc e 
i d e ntity of at le ast 90% bas e d on th e C l usta l method of a li gnm e nt wh e n compar e d to 
a s e cond po l yp e pt i de so l oct e d from SEQ I D NO:9, or a subs e qu e nc e of SEQ ID 
NO:9 wherein all or part of the isolated nucleic acid fragment is useful in co- 
suppressing an endogenous gene encoding a corn delta-9 stearovl ACP desaturase 
hav i ng at le ast 500 nuclootidos whoroin sa i d subs e qu e nc e i s us e d to cosuppr e ss a n 
endog e nous g e n e e ncod i ng a corn d el ta - 9 st e aroyi ACP desaturase , or the 
complement of all or a part of ei th e r the fragment or subs e qu e nc e, (2) an isolated 
nucleic acid fragment comprising a corn oleosin promoter consisting essentially of 
the nucleotide sequence set forth in any of SEQ ID NOS: 38-40 and 42-49, and {e) 
(3) a shrunken 1 intron/exon wherein (1), (2) and (3) are operablv linked , and 

(ii) a second chimeric gene selected from the set consisting of: 

(a) a chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase or a subs e gu e nc e of SEQ I D NO:1 hav i ng at 
le ast 500 nuc le otides wh e r ei n sa i d subs e qu e nc e i s us e d to cosuppr e ss an 
e ndog e nous g e n e e ncoding a corn do l ta 12 desaturas e, or the complement of all or a 
part of ei th e r the fragment or subs e qu e nc e, operably linked to at least one regulatory 
sequence; 
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(b) a chimeric gene comprising (1) an isolated nucleic acid 
fragment encoding a corn delta-12 desaturase wherein said fragment has a nucleic 
acid sequence identity of at least 90% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or part of 
the isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturas o or a subsoquonco of SEQ I D NO:1 hav i ng at 
le ast 500 nucleot i d e s wh e r ei n said subs e qu e nc e is us e d to cosuppr e ss an 
e ndog e nous gen e encoding a corn de l ta 12 d e saturas e, or the complement of all or a 
part of eithef the fragment or subs e qu e nc e, and (2) an isolated nucleic acid fragment 
comprising a corn oleosin promoter consisting essentially of the nucleotide sequence 
set forth in any of SEQ ID NOS: 38-40 and 42-49 wherein the isolated nucleic acid 
fragments of (1 ) and (2) are operablv linked ; 

(c) a chimeric gene comprising (1) an isolated nucleic acid 
fragment encoding a corn delta-12 desaturase wherein said fragment has a nucleic 
acid sequence identity of at least 90% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NO:1 . wherein all or part of 
the isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase , or the complement of all or a part of e ith e r the 
fragment or subs e qu e nc e, and (2) a shrunken 1 intron/exon, operably linked to at 
least one regulatory sequence , wherein the isolated nucleic acid fragments of (1) 
and (2) are operablv linked : or 

(d) a chimeric gene comprising (1) an isolated nucleic acid 
fragment encoding a corn delta-12 desaturase wherein said fragment has a nucleic 
acid sequence identity of at least 90% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or part of 
the isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase or a subs e gu e nc e of SEQ I D NO:1 having at 
le ast 500 nuc le otid e s wh e rein said subsequ e nc e i s us e d to cosuppr e ss an 
e ndog e nous g e n e e ncod i ng a corn d el ta - 12 desaturas e, or the complement of all or a 
part of eithef-the fragment or subsoquenc e, (2) an isolated nucleic acid fragment 
comprising a corn oleosin promoter consisting essentially of the nucleotide sequence 
set forth in any of SEQ ID NOS: 38-40 and 42-49, and {c) {3} a shrunken 1 
intron/exon, wherein (1). (2) and (3) are operablv linked: 

and further wherein expression of the chimeric genes results in an 
altered corn oil phenotype. 
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Claim 177 (new) A method feeding an animal comprising feeding tlie animal a 
com grain obtained from a transgenic corn plant comprising in its genome a chimeric 
gene selected from the group consisting of: 

(i) a chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 . wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase, or the complement of all or part of the 
fragment, operably linked to at least one regulatory sequence; 

(ii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase, or the complement of all or a part of the 
fragment and (b) an isolated nucleic acid fragment comprising a corn oleosin 
promoter consisting essentially of the nucleotide sequence set forth in any of SEQ ID 
NOS: 38-40 and 42-49 wherein the isolated nucleic acid fragments of (a) and (b) are 
operably linked; 

(iii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-12 desaturase, or the complement of all or a part of the 
fragment, and (b) a shrunken 1 intron/exon, wherein the isolated nucleic acid 
fragments of (a) and (b) are operably linked to at least one regulatory sequence; or 

(iv) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 90% based on the Clustal method of alignment when 
compared to a nucleic acid as set forth in SEQ ID NO:1 , wherein all or a part of the 
isolated nucleic acid fragment is useful in co-suppressing an endogenous gene 
encoding a corn delta-1 2 desaturase, or the complement of all or a part of the 
fragment, (b) an isolated nucleic acid fragment comprising a corn oleosin promoter 
consisting essentially of the nucleotide sequence set forth in any of SEQ ID NOS: 38- 
40 and 42-49, and (c) a shrunken 1 intron/exon, wherein (a), (b) and (c) are operably 
linked; 
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wherein expression of the chimeric gene results in an altered corn oleic acid 
phenotype, and 

further wherein the corn grain has an oil content in the range from about 6% to 
about 10% on a dry matter basis and further wherein said oil is comprised of not less 
than 60% oleic acid of the total oil content of the seed. 



